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Efficient activation of the 
lymphangiogenic growth factor 
VEGF-C requires the C-terminal 
domain of VEGF-C and the 
N-terminal domain of CCBE1
Sawan Kumar Jha  1, Khushbu Rauniyar1, Terhi Karpanen4, Veli-Matti Leppänen1,2, Pascal 
Brouillard  5, Miikka Vikkula5,6, Kari Alitalo1,2,3 & Michael Jeltsch  1,2
The collagen- and calcium-binding EGF domains 1 (CCBE1) protein is necessary for lymphangiogenesis. 
Its C-terminal collagen-like domain was shown to be required for the activation of the major 
lymphangiogenic growth factor VEGF-C (Vascular Endothelial Growth Factor-C) along with the 
ADAMTS3 (A Disintegrin And Metalloproteinase with Thrombospondin Motifs-3) protease. However, 
it remained unclear how the N-terminal domain of CCBE1 contributed to lymphangiogenic signaling. 
Here, we show that efficient activation of VEGF-C requires its C-terminal domain both in vitro and in a 
transgenic mouse model. The N-terminal EGF-like domain of CCBE1 increased VEGFR-3 signaling by 
colocalizing pro-VEGF-C with its activating protease to the lymphatic endothelial cell surface. When 
the ADAMTS3 amounts were limited, proteolytic activation of pro-VEGF-C was supported by the 
N-terminal domain of CCBE1, but not by its C-terminal domain. A single amino acid substitution in 
ADAMTS3, identified from a lymphedema patient, was associated with abnormal CCBE1 localization. 
These results show that CCBE1 promotes VEGFR-3 signaling and lymphangiogenesis by different 
mechanisms, which are mediated independently by the two domains of CCBE1: by enhancing the 
cleavage activity of ADAMTS3 and by facilitating the colocalization of VEGF-C and ADAMTS3. These 
new insights should be valuable in developing new strategies to therapeutically target VEGF-C/VEGFR-
3-induced lymphangiogenesis.
Vascular endothelial growth factor C (VEGF-C), the major effector of lymphangiogenesis, is indispensable 
for lymphatic development in mouse embryos and essential for most lymphangiogenic processes in adults1–3. 
VEGF-C mediates its signals by binding to and activating the vascular endothelial growth factor receptors 
VEGFR-3 and VEGFR-24. VEGF-C is synthesized as a precursor molecule, in which the central VEGF homology 
domain (VHD) is flanked by amino (N)-terminal and carboxy (C)-terminal propeptides. Both propeptides are 
proteolytically removed during the generation of the active (“mature”) form of VEGF-C4. The affinity of VEGF-C 
towards the lymphangiogenic receptor VEGFR-3 increases with each proteolytic cleavage and the resulting 
mature protein can also activate the major angiogenic receptor VEGFR-24.
Studies on a VEGF-C mutant lacking the C-terminal propeptide (vegfcum18) suggest a role of the C-terminal 
propeptide in lymphatic development5, and a similar mutation was found in a patient with Milroy-like 
lymphedema6. However, as the VEGF-Cum18 mutant also displays a secretion defect, the associated phenotype 
may not reflect all functions of the C-terminal propeptide. Adenoviral delivery of a chimeric protein, in which 
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the N- and C-terminal propeptides of VEGF-C flanked the VHD of VEGF-A, resulted in a denser and more 
fine-meshed lymphatic capillary network than VEGF-A165, although the detailed mechanism has not been 
reported7.
Mutations that perturb lymphangiogenic signaling have been found in VEGFR-3 and its ligand VEGF-C; 
these mutants cause hereditary lymphedema type 1 A and 1D, respectively8, 9. Recently, mutations in the CCBE1 
(collagen- and calcium-binding epidermal growth factor domains 1) gene were found in a subset of patients with 
Hennekam lymphangiectasia-lymphedema syndrome10. Consistent with these data, deletion of either Ccbe1 or 
Vegfc in mice completely halts lymphatic vasculature development at embryonic day (E) 10.511–13.
CCBE1 is a secreted protein containing an N-terminal domain with three calcium binding EGF-like repeats 
and a C-terminal domain with two collagen-like repeats10. Most known mutations of CCBE1 in human patients 
localize to its N-terminal EGF-like repeats10, 14. In zebrafish and cell culture models, mutations in the N-terminal 
domain are better tolerated than mutations in the C-terminal domain10, 15. Recent studies revealed that a disinte-
grin and metalloproteinase with thrombospondin motifs-3 (ADAMTS3) activates VEGF-C most efficiently in a 
complex with CCBE111, 15, 16. The phenotype of the Adamts3-deleted mice has further confirmed the importance 
of ADAMTS3 for lymphatic development17. ADAMTS3-mediated activation of VEGF-C is accelerated by the 
C-terminal collagen-like domain of CCBE115. Both Ccbe1 null mice and mice devoid of the Ccbe1 C-terminal 
collagen-like domain showed a complete lack of lymphatic structures, whereas mice devoid of the Ccbe1 
N-terminal EGF-like domain showed some clusters of lymphatic endothelial cells (LECs), which were unable to 
form contiguous structures, suggesting that the CCBE1 N-terminal domain is involved in the organization and 
migration of LECs15.
We have previously shown that the CCBE1-mediated activation of pro-VEGF-C can occur directly on the sur-
face of endothelial cells16. As pro-VEGF-C interacts with heparan sulfate proteoglycans (HSPGs)18 we speculated 
that the colocalization of pro-VEGF-C, CCBE1, and ADAMTS3 on the cell surface may be necessary for efficient 
cleavage of pro-VEGF-C to generate mature, active VEGF-C and that the N-terminal domain of CCBE1 and the 
C-terminal domain of VEGF-C could play a central role in this colocalization.
In this study, we analyzed the distribution of VEGF-C, CCBE1, and ADAMTS3 after secretion, the involve-
ment of different domains in the localization of these proteins, and the effects of domain deletion mutants of 
VEGF-C and CCBE1 on VEGFR-3 activation.
Results
VEGF-C binds to extracellular matrix via its C-terminal domain. To study the association of VEGF-C 
with the ECM, we produced different forms and domain-deletion mutants of VEGF-C (schematically shown in 
Fig. 1a, Supplementary Fig. S1). Pro-VEGF-C bound to ECM deposited by NIH-3T3 fibroblasts (Fig. 1b), but not 
to an acellular control coverslip (Fig. 1d). The C-terminal domain of VEGF-C (VEGF-C-CT) exhibited a very 
similar binding to the ECM as pro-VEGF-C (Fig. 1e), whereas no or only very weak binding was detected for 
mature VEGF-C (Fig. 1g) or the N-terminal propeptide of VEGF-C (VEGF-C-NT, Fig. 1f). We obtained a similar 
result when matrix deposition occurred simultaneously with VEGF-C incorporation by VEGF-C-transfected 
Cos-7 cells (Supplementary Fig. S2b to f). Deposition of ECM by Cos-7 or NIH-3T3 cells was confirmed by 
immunostaining for fibronectin after decellularization (Supplementary Fig. S2g). In experiments with isolated 
proteins, binding of pro-VEGF-C was most efficient and concentration dependent to fibronectin, and to a lesser 
extent to collagen I (Fig. 1h). Furthermore, VEGF-C was released from the fibroblast-deposited matrix by addi-
tion of heparin or ADAMTS3 (Fig. 1i).
Full lymphangiogenic potential of VEGF-C requires the C-terminal domain. Mutant zebrafish that 
express a truncated VEGF-C lacking the C-terminal domain (vegfcum18) have lymphatic abnormalities, suggesting 
that the C-terminal domain has an important role during development of the lymphatic vasculature5. To study 
the lymphangiogenic potential of the C-terminal domain of VEGF-C, we generated transgenic mice which over-
express in the basal keratinocytes of the epidermis either the C-terminal domain of VEGF-C (VEGF-C-CT) or 
VEGF-C lacking the C-terminal domain (VEGF-C-ΔC), under the control of the keratin 14 (K14) promoter. The 
expression of both transgenes was confirmed by RT-PCR (Supplementary Fig. S3a) and by immunohistochemis-
try for the transgene-encoded proteins (Supplementary Fig. S3b).
Lymphatic hyperplasia was apparent in the skin of the K14-VEGF-C-ΔC mice in comparison to their wild 
type littermates when analyzed by whole-mount Lyve-1 or Vegfr3 staining of the skin (Fig. 2a,d, quantification 
in Figs 2e and S4e, S4h), and by Lyve-1 immunohistochemistry of skin sections (Fig. S4a, S4d). The cutaneous 
lymphatic vessels in the K14-VEGF-C-ΔC mice were functional as determined by fluorescent microlymphang-
iography (Fig. 2g).
Surprisingly, there were less lymphatic capillaries in the skin of adult mice which overexpressed the C-terminal 
domain of VEGF-C than in the skin of their wild type littermates (Fig. 2b,d, quantification in Fig. 2e), and the 
lymphatic network had less branching points (Fig. 2b,d, quantification in Fig. 2f, Supplementary Fig. S4f, S4h). 
Fluorescent microlymphography showed that few of these lymphatic vessels were functional (Fig. 2h). However, 
the strongest lymphatic hyperplasia was observed in the skin of K14-VEGF-C-ΔC x K14-VEGF-C-CT double 
transgenic mice (Fig. 2c and Supplementary Fig. S4c, S4g, quantification in Fig. 2e). This was evident also in the 
fluorescent microlymphography (Fig. 2i). Almost complete inhibition of pro-VEGF-C activity by a 10-fold molar 
excess of the C-terminal domain of VEGF-C was also seen in vitro using a bioassay that measures Ba/F3 cell 
survival mediated by a chimeric VEGFR-3/EpoR receptor (Fig. 2k). The blood vasculature was not significantly 
affected in the skin of any of these transgenic mice (Supplementary Fig. S5a, S5b).
The VEGF-C C-terminus rescues VEGF-C-ΔC activation and receptor binding in vitro. In 
order to understand why the C-terminal domain of VEGF-C enhanced lymphangiogenesis in the context of 
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Figure 1. Pro-VEGF-C binds to extracellular matrix via its C-terminal domain. (a) Schematic representation of 
the domain structures of different VEGF-C forms used for protein production and the generation of transgenic 
mice. NT, N-terminal propeptide; ΔNΔC, mature VEGF-C (comprised largely of the VEGF homology domain) 
and CT, C-terminal propeptide. (b–g) After removal of cells and incubation with different recombinant proteins, 
ECM-bound VEGF-C was visualized with anti-VEGF-C antiserum 6 (which detects all forms of VEGF-C). 
Pro-VEGF-C (b) and the C-terminal domain of VEGF-C (e) bind to the deposited ECM whereas no binding 
could be detected for the N-terminal domain of VEGF-C (f) or the mature form of VEGF-C (g). PBS (c) and pro-
VEGF-C applied to gelatinized coverslips without matrix deposition (d) were used as controls. (h) Pro-VEGF-C 
binds efficiently and specifically to fibronectin and, to a lesser extent to collagen I. Unlike collagen I, fibronectin 
appears to be able to bind additional pro-VEGF-C nonspecifically after saturation of the specific binding sites. (i) 
Solid phase binding assay of VEGF-C released from the cell free ECM. VEGF-C is efficiently released from ECM 
deposited by VEGF-C-expressing Cos-7 cells when incubated with recombinant ADAMTS3 or heparin, but only 
minor amounts of VEGF-C were released with D-MEM/0.1% BSA (Ctrl). Scale bars: 50 µm.
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VEGF-C-ΔC but inhibited lymphangiogenesis when expressed alone, we studied the complementation of 
VEGF-C-CT and VEGF-C-ΔC in vitro. When VEGF-C was expressed from a full-length cDNA in 293 T cells, 
processing by the endogenously expressed proteases resulted in mature VEGF-C (Fig. 3, lane 4, yellow arrow)4. 
When the VEGF-C-ΔC truncation mutant, which lacks the C-terminal domain, was expressed, activation 
of VEGF-C was inhibited (lane 2, yellow arrow points to the strongly reduced band) and immature VEGF-C 
accumulated (lane 2, magenta arrow). However, when the C-terminal domain was co-expressed, the activation 
block was partially lifted and mature VEGF-C could be generated (lane 6, yellow arrow). Importantly, binding 
of both immature and mature VEGF-C to its receptor VEGFR-3 was rescued by the presence of the C-terminal 
domain (compare the bands indicated by the green arrows). This rescue occurred when the C-terminal domain 
of VEGF-C was expressed as part of the full-length VEGF-C polypeptide chain (lane 11) or as a separate 
Figure 2. The C-terminus of VEGF-C enhances the lymphangiogenic response to VEGF-C, but represses 
lymphangiogenesis on its own. Lyve-1 whole-mount immunofluorescent stainings of ear skin from K14-VEGF-
C-ΔC (a), K14-VEGF-C-CT (b), K14-VEGF-C-ΔC x K14-VEGF-C-CT (c) and wild type (WT) littermate (d) 
mice. (e) Quantification of Lyve-1-positive area in the whole-mount stained ear skin. **P < 0.01; n ≥ 4; Scale 
bar: 150 μm. (f) Quantification of branch points of Lyve-1-positive vessels per field. **P < 0.01; n ≥ 4. (g–j) 
Fluorescent microlymphangiography in the ears of adult mice. The injection site for FITC dextran is indicated 
by a white arrow. (k) Pro-VEGF-C (0.25 µg/ml) induces modest survival of Ba/F3-hVEGFR-3/EpoR cells, likely 
mediated by endogenous proteases. However, the addition of VEGF-C-CT (0.6 μg/ml, 10-fold molar excess) 
efficiently suppresses the survival mediated by pro-VEGF-C.
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polypeptide chain that complemented the VEGF-C-ΔC truncation mutation (lane 13). The same pattern 
was observed irrespectively of whether the proteins were resolved under non-reducing (Fig. 3) or reducing 
(Supplementary Fig. S6) conditions.
CCBE1 and ADAMTS3 are located on the cell surface. Because the C-terminal domain of VEGF-C 
appeared necessary for VEGF-C activation, we turned to the CCBE1 and ADAMTS3 proteins. ADAMTS3 acti-
vates VEGF-C16, and CCBE1 is an obligate component of the activation complex11. Our previous observations 
had indicated that efficient and rapid VEGF-C activation occurs on cell surfaces, and thus, we hypothesized that 
ADAMTS3 and/or CCBE1 could affect VEGF-C distribution.
CCBE1 has been shown to be expressed by a subset of Prox-1 positive cells during early mouse embryonic 
development (E9.5)19 and by the Prox1 positive human skin LECs20. Transcriptomic analysis has revealed about 
three-fold higher expression levels of CCBE1 in LECs than in blood vascular endothelial cells (BECs)21. CCBE1 
was assumed to localize to the ECM after secretion, apparently because of its affinity for vitronectin12. However, 
staining of mouse tissues with CCBE1, Prox-1, and Lyve-1 antibodies showed that CCBE1 is located primarily 
on the surface of LECs (Fig. 4a). Faint CCBE1 staining was also observed on BECs. CCBE1 was released from 
the surface of cultured LECs by high-salt treatment and detected by Western/ELISA (Supplementary Fig. S7d). 
Because also non-endothelial cells may produce CCBE1 in vivo, we performed qPCR (Fig. 4b, Supplementary 
Fig. S8) and Western blotting (Fig. 4c) of supernatants from cultured cells to identify cell types producing CCBE1. 
We found that endothelial cells, most notably LECs, expressed significant amounts of CCBE1. However, the high-
est expression levels were found in fibroblasts (e.g. in the lung fibroblast cell line MRC-5) and the human breast 
cancer cell line DU447522. In solid-phase binding assays, we found that CCBE1 binds specifically to VEGFR-3 and 
that this binding was dependent on the presence of the first N-terminal Ig-like domains that form the VEGF-C/
VEGF-D binding part of VEGFR-3 (Fig. 4d). When Cos-7 cells were transfected with expression vectors for 
Figure 3. The VEGF-C C-terminus rescues proteolytic processing and receptor binding of VEGF-C- ΔC in 
vitro. Processing of pro-VEGF-C (magenta arrow) into mature VEGF-C (yellow arrows) and the ability to bind 
to VEGFR-3 (green arrows) are reduced when the C-terminus is omitted from VEGF-C. VEGF-C cleavage (lane 
6) and its VEGFR-3 binding pattern (lane 13) are normalized when VEGF-C-ΔC is co-expressed with VEGF-
C-CT. Metabolically labeled proteins were precipitated from the conditioned medium of transfected 293 T cells 
with VEGFR-3-Ig fusion proteins, with antiserum 882 or with anti-V5-antibody (VEGF-C-CT is V5-tagged) 
and analyzed by 12% SDS-PAGE under both reducing and non-reducing conditions. The full length Western 
blots are shown in Supplementary Fig. S12.
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CCBE1 and ADAMTS3, both ADAMTS3 and CCBE1 localized to the cell surface (Supplementary Fig. S7a, 
S7b). Similar to pro-VEGF-C, ADAMTS3 could be released from the cell surface by the addition of heparin 
(Supplementary Fig. S7b, S7c).
Figure 4. CCBE1 is expressed by fibroblasts and lymphatic endothelial cells, and localizes to lymphatic 
endothelial cell surface. (a) CCBE1 localization on the surface of lymphatic endothelial cells (LECs) in the 
mouse ear skin (whole mount staining), back skin and intestine (sections) as shown by co-staining with Prox-1 
or Lyve-1. Expression of CCBE1 was analyzed by qPCR (b) and Western blotting (c). The full length blots are 
shown in the Supplementary Fig. S12. Among the primary cell lines analyzed, CCBE1 was expressed by LECs 
and HUVECs. From the tested cell lines, MRC-5 (fibroblast) and DU4475 (breast cancer) showed the highest 
expression of CCBE1. (d) In an assay with purified proteins, the N-terminal domain of CCBE1 (CCBE1-175) 
binds to immobilized VEGFR-3 and vitronectin. Binding to VEGFR-3 requires the presence of the VEGF-C 
binding domains of VEGFR-3 (immunoglobulin-like domains 1-3). Scale bars: 100 µm.
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The N-terminal domain of CCBE1 mediates pro-VEGF-C redistribution from the soluble phase 
to endothelial cell surfaces. Since both pro-VEGF-C and CCBE1 interacted with VEGFR-3, we inves-
tigated how the interplay of pro-VEGF-C and CCBE1 influences pro-VEGF-C distribution. We stimulated 
VEGFR-3-expressing porcine aortic endothelial (PAE) cells with pro-VEGF-C with or without the N-terminal 
domain of CCBE1 (CCBE1-175). When stimulated in the presence of CCBE1-175, pro-VEGF-C concentration 
was decreased in the liquid phase (Fig. 5a, left panel). Notably, pro-VEGF-C concentration in the supernatant of 
PAE cells that do not express VEGFR-3 was also decreased, suggesting binding to HSPGs (Fig. 5a, right panel). 
To our surprise, assays with purified pro-VEGF-C, CCBE1, and VEGFR-3 showed that the N-terminal domain of 
CCBE1 competes with pro-VEGF-C for VEGFR-3 binding (Supplementary Fig. S9a).
The N-terminal domain of CCBE1 promotes the effect of pro-VEGF-C. In order to study the 
effect of the N-terminal domain of CCBE1 on VEGFR-3 signaling, we wanted to identify assays that differenti-
ate between the activities of the N-terminal and C-terminal domains of CCBE1. We first compared the expres-
sion of ADAMTS3 across a panel of cells by qPCR. We observed ADAMTS3 expression in HUVECs, LECs, 
Ba/F3-hVEGFR-3/EpoR, and in PAE cells stably expressing VEGFR-3 (PAE-VEGFR-3) (Fig. 5b). However, 
we did not detect any ADAMTS3 expression in NIH-3T3 fibroblasts. Because Ba/F3-hVEGFR-3/EpoR and 
PAE-VEGFR-3 cells expressed very little ADAMTS3, we chose these cells to assay the activity of the N-terminal 
domain of CCBE1. Notably, the N-terminal domain of CCBE1 (CCBE1-175) promoted robustly the sur-
vival of Ba/F3-hVEGFR-3/EpoR cells when applied together with pro-VEGF-C, whereas the application of 
the C-terminal domain of CCBE1 (CCBE1-CollD) together with pro-VEGF-C did not result in a detectable 
increase in the survival compared to pro-VEGF-C alone (Fig. 5c). To test if insufficient amounts of ADAMTS3 
might be responsible for the lack of response towards CCBE1-CollD, we added 5 μl of ADAMTS3-conditioned 
medium. This boosted the activity of pro-VEGF-C in the presence of CCBE1-CollD to levels comparable to the 
Figure 5. The N-terminal domain of CCBE1 affects the distribution and activity of pro-VEGF-C in cell-based 
assays. (a) VEGFR-3-expressing PAE cells were exposed to biotinylated pro-VEGF-C with and without the 
N-terminal domain of CCBE1 (CCBE1-175). Analysis of the supernatant after the incubation shows a marked 
reduction in the amount of pro-VEGF-C when incubated together with CCBE1-175. In the left panel, the 
leftover VEGF-C in the supernatant was immunoprecipitated with soluble VEGFR-3 receptor (VEGFR-3/
Fc) before analysis. Note that only the upper band of pro-VEGF-C is subject to depletion. (b) Comparison of 
expression levels of ADAMTS3 by quantitative PCR. Expression levels of different cell types were normalized 
to 293 T cells. Note that all tested cell lines except for NIH-3T3 cells express ADAMTS3 to some degree. Two 
different primer pairs gave similar results (data is shown for primer pair 1). (c) Recombinant CCBE1-175 
increases the effect of pro-VEGF-C on Ba/F3-hVEGFR-3/EpoR cells compared to pro-VEGF-C alone or a 
mixture of pro-VEGF-C and the C-terminal domain of CCBE1 (CCBE1-CollD). Increasing the amounts of 
ADAMTS3 by adding ADAMTS3-conditioned medium renders this assay also sensitive for the detection 
of CCBE1-CollD activity. Note that all five controls are superimposed. The full length blots are shown in 
Supplementary Fig. S13.
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activity of pro-VEGF-C in the presence of CCBE1-175. Furthermore, we stimulated PAE cells stably expressing 
VEGFR-3 with pro-VEGF-C, which resulted in very weak VEGFR-3 phosphorylation (Supplementary Fig. S9b, 
Lane 3,) compared to the phosphorylation induced by mature VEGF-C (Supplementary Fig. S9b, Lane 2). 
However, increased VEGFR-3 phosphorylation was seen when CCBE1-175 and pro-VEGF-C were used together 
(Supplementary Fig. S9b, Lane 5). In contrast, CCBE1-CollD induced only weak phosphorylation when incu-
bated together with pro-VEGF-C (Supplementary Fig. S9b, Lane 7).
The ADAMTS3 R565Q substitution interferes with CCBE1 interaction and cell surface associa-
tion. We next tested the properties of an Adamts3 variant that has a heterozygous arginine 565 → glutamine 
(R565Q) missense substitution in the thrombospondin type 1 (TSP-1) motif of ADAMTS3 (Fig. 6a). This allele 
was originally identified as a rare heterozygous polymorphism in a lymphedema patient and in 6 unaffected mem-
bers of the studied family as well as in 236 of the 120,650 alleles (0.1956%) in the Exome Aggregation Consortium 
(ExAC) database23. We first compared the effect of ADAMTS3 WT and the R565Q variant on pro-VEGF-C 
activation. Both ADAMTS3 forms supported processing of pro-VEGF-C when co-transfected into 293 T cells 
(Fig. 6b, left), or when conditioned supernatants were co-incubated (Fig. 6b, right). Since ADAMTS3 has been 
shown to interact with CCBE1 in previous studies11, 16, we wanted to see whether the R565Q substitution affects 
this interaction. By co-immunoprecipitation of conditioned media from 293 T cells transfected with CCBE1 and 
ADAMTS3, we detected a robust interaction between CCBE1 and wild type ADAMTS3, while the interaction 
between CCBE1 and the R565Q substitution appeared to be much weaker (Supplementary Fig. S10, lane 2 versus 
lane 3).
The decreased ability of the ADAMTS3 R565Q substitution to co-precipitate with CCBE1 was not due to 
lower levels of CCBE1 in the cell culture supernatant. On the contrary, the CCBE1 level in supernatants of 
ADAMTS3-R565Q-transfected cells was higher than in supernatants of wild type ADAMTS3-transfected cells 
(Fig. 6c, middle and right lane). The lack of interaction of the ADAMTS3 R565Q substitution with CCBE1 
resulted in a shift from cell surface-bound to free CCBE1. This was evident as the mock-transfected cultures, 
which produce only low (endogenous) amounts of ADAMTS3, featured similar high levels of free CCBE1 as the 
cells transfected with the ADAMTS3 R565Q variant (Fig. 6c, left lane).
Figure 6. The R565Q substitution in ADAMTS3 interferes with the interaction of ADAMTS3 with CCBE1. 
(a) Schematic domain structure of ADAMTS3 (Uniprot) and location of the R565Q substitution. TSP-1: 
Thrombospondin 1; PLAC: Protease and lacunin. (b) The ADAMTS3 R565Q variant activates pro-VEGF-C 
equally well as wild type ADAMTS3 both when co-expressed in 293 T cells with VEGF-C (left) and when 
conditioned media (CM) from individually transfected 293 T cells were mixed (right). (c) Higher amounts 
of CCBE1 are present in the conditioned medium of ADAMTS3-R565Q variant or mock-transfected cells 
compared to the conditioned medium of cells transfected with wild type ADAMTS3. CCBE1 protein is secreted 
as a core protein of approximately 45–50 kDa and as a diffuse, chondroitinylated band around 100 kDa11, 16. The 
full length blots are shown in Supplementary Fig. S13.
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Discussion
Our findings show that pro-VEGF-C becomes localized by virtue of its C-terminal domain to the extracel-
lular matrix (ECM), notably fibronectin, and cell surfaces. Similarly, CCBE1 localizes to LEC surfaces via its 
N-terminal domain. Because the activation of pro-VEGF-C by ADAMTS3 is dependent on the assembly of a 
cleavage complex comprising CCBE1, ADAMTS3, and pro-VEGF-C11, the colocalization of these components at 
the cell surface largely increases the likelihood of VEGF-C activation, which is in line with previous observations 
that VEGF-C activation on the cell surface is enhanced more efficiently than in the soluble phase16 and that the 
activation can be enhanced by the N-terminal domain of CCBE112, 16, 24.
The reduced lymphangiogenic potential of the C-terminally truncated VEGF-C in the transgenic mouse 
model likely results from the fact that efficient activation (i.e. N-terminal cleavage) of VEGF-C is dependent 
on the presence of its C-terminus as shown in the in-vitro complementation assays. By using a mutant that is 
resistant to C-terminal cleavage, Bui et al. showed that the N-terminal cleavage can occur independently from 
the C-terminal cleavage11. In both the wild type pro-VEGF-C and the cleavage-resistant mutant used by Bui et al., 
the C-terminus is still attached to the protein, whereas it is absent in the deletion mutant that we analyzed in vivo 
and in vitro. Hence, the presence of the (covalently or noncovalently linked) C-terminus appears to be necessary 
for efficient activation of VEGF-C by removal of its N-terminal propeptide. Overexpression of the C-terminal 
domain of VEGF-C in the transgenic mice reduced the number of lymphatic vessels compared to wild type 
littermates. In these mice, the C-terminal domain of VEGF-C likely inhibits endogenous VEGF-C activation by 
competing with the C-terminal domain in pro-VEGF-C for the assembly of the cleavage complex. Such inhibition 
could also be demonstrated in the cell-based Ba/F3-VEGFR-3/EpoR assay (Fig. 2k).
The N-terminal domain of CCBE1 facilitated the immobilization of pro-VEGF-C from the soluble phase 
to the surface of endothelial cells, independently of the presence of VEGFR-3. In contrast, in the assays with 
purified proteins, pro-VEGF-C competed with CCBE1 for direct binding to VEGFR-3. However, the net effect 
of CCBE1 on the cell surface increased local VEGF-C concentration, which is also promoted by neuropilin-216, 
syndecan-418, and β-1 integrin25, 26, which stabilize the VEGFR-3/VEGF-C interaction. In addition to direct 
activation of VEGFR-3-bound pro-VEGF-C16, a significant proportion of pro-VEGF-C could first interact with 
CCBE1 and ADAMTS3 independently of VEGFR-3 on cell surface sites containing syndecan-418, and after cleav-
age, the mature VEGF-C would activate adjacent VEGFR-3.
The presence of the CCBE1/ADAMTS3 activation complex may determine if VEGF-C forms a growth fac-
tor gradient or acts in a non-directional fashion. Activating pro-VEGF-C on the surface of LECs would pro-
vide mainly a nondirectional, mitogenic signal, while the generation of mature VEGF-C from ECM-sequestered 
pro-VEGF-C could provide an instructional gradient for network formation and patterning, similar to how 
VEGF-A gradients act in angiogenesis27, 28. Such instructional signal appears to be missing in mice that lack 
the EGF-like domains of CCBE1. In these mice, LECs can form clusters but cannot organize into a functional 
network15, which is very different from mice that lack the collagen-like domain of CCBE1 and phenotypically 
mimic the full Ccbe1 gene deletion. During development, ECM-release of VEGF-C is likely mediated exclusively 
by ADAMTS3 as the Adamts3 gene deletion halts all lymphangiogenesis17. However, during tissue repair and 
pathological lymphangiogenesis, other proteases, such as plasmin, are probably involved29.
In the VEGFR-3 phosphorylation assays and in the Ba/F3-hVEGFR-3/EpoR assays, the C-terminal domain 
of CCBE1 failed to show significant activity, whereas the N-terminal domain of CCBE1 enhanced VEGFR-3 
phosphorylation by VEGF-C and stimulated cell survival. The low amounts of ADAMTS3 expressed by PAE 
and Ba/F3 cells appeared to discriminate against the cleavage-enhancing function of the C-terminal domain of 
CCBE1. When ADAMTS3 amounts are limited, its colocalization with VEGF-C and CCBE1 appears to be essen-
tial for significant VEGF-C activation. Addition of exogenous ADAMTS3 allowed the detection of the activity 
of the C-terminal domain of CCBE1 in the VEGF-C activation assay. Interestingly, addition of CCBE1-CollD 
together with pro-VEGF-C did not increase the activation of pro-VEGF-C above the background levels. A com-
plete absence of ADAMTS3 precludes the detection on the activity of all forms of CCBE1. Indeed, pro-VEGF-C 
stimulation of NIH-3T3/hVEGFR-3 cells, which have no detectable ADAMTS3, repeatedly failed to increase 
VEGFR-3 phosphorylation, irrespective of whether the N-terminal or C-terminal domain of CCBE1 was used 
(unpublished data of the author).
The presence of the TSP-1 motif in ADAMTS3 suggested its association with cell surfaces, which was con-
firmed by our Western blotting data. This would additionally promote the preferential assembly of the cleavage 
complex on cell surfaces. The TSP-1 motif of ADAMTS4 has been reported to bind to its cell surface interaction 
partner CD3630. We did not observe any differences in the processing of VEGF-C between 293 T cells transfected 
with VEGF-C and wild type ADAMTS3 or the ADAMTS3-R565Q mutant vector, but CCBE1 failed to associate 
with the cell surface in the ADAMTS3-R565Q-transfected cells.
The R565 residue is conserved among all ADAMTS family members and between species (Supplementary 
Fig. S11). The R368H mutation of the homologous amino acid in ADAMTS13, which cleaves von Willebrand 
factor, constituted one allele of a compound heterozygous form of congenital thrombotic thrombocytopenic pur-
pura31. So far, all in-vitro analyses of the ADAMTS13 mutant have assayed only effects on synthesis, secretion or 
catalytic activity. While we have not compared the enzyme activity or secretion of the R565Q mutant and wild 
type proteins, our data suggests an altered extracellular localization as a potential disease mechanism. Since the 
ADAMTS3 R565Q allele was heterozygous in the patient and since it did not completely abolish the interaction 
of ADAMTS3 with CCBE1, it may not alone explain the lymphedema phenotype, suggesting that it acts as a mod-
ifier of the lymphedema phenotype in this family.
Based on our present study and the results of Bui, Johns and Roukens11, 15, 18, we thus suggest a refined model 
of VEGF-C activation (Fig. 7). According to our model, VEGF-C and CCBE112 are sequestered in the ECM and 
on cell surface. To initiate lymphangiogenesis, pro-VEGF-C is first mobilized. A protease-mobilized VEGF-C 
would immediately be available for signaling, whereas pro-VEGF-C could either be activated in the extracellular 
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space or translocate to the endothelial cell surface, where it can be efficiently activated by a CCBE1/protease 
complex. Depending on whether this cleavage complex assembles on VEGFR-3 or HSPGs, VEGF-C could start 
signaling immediately or would first require a translocation from the HSPG to VEGFR-3.
We speculate that the distinct locations of VEGF-C activation could determine the migration versus prolifer-
ation promoting effects of VEGF-C. Mature VEGF-C has less affinity for heparin than pro-VEGF-C18. Its release 
from ECM deposits could be instrumental for gradient formation, thus directing and organizing the lymphangio-
genic response, while activation of pro-VEGF-C on lymphatic endothelial cell surface would not provide a growth 
factor gradient for migration, thus serving only as a signal for LEC proliferation and survival.
Delineating VEGF-C activation is not only important in order to understand the development of the lym-
phatic system, but also to understand tumor angiogenesis, because mature VEGF-C is also able to activate the 
VEGFR-2 signaling pathway and because some tumors might escape antiangiogenic therapy by employing 
VEGF-C instead of VEGF-A32. It remains to be elucidated if the inhibition of VEGF-C activation can provide a 
treatment strategy for such tumors.
Materials and Methods
Transfections, Metabolic Labeling, Immunoprecipitation, SDS-PAGE, Western Blotting and 
Protein Analysis. 293 T and Cos-7 cells transfections and procedures were performed as described16.
Ba/F3-VEGFR/EpoR Assays. The Ba/F3-hVEGFR-3/EpoR33 bioassay was performed with conditioned 
cell culture medium or recombinant proteins as described34. For the VEGF-C inhibition assay, 0.25 μg/ml of 
pro-VEGF-C was mixed with 0.6 μg/ml (a 10-fold molar excess) of VEGF-C-CT. Similarly, for studying the 
CCBE1-175-mediated effect of VEGF-C, CCBE1-175 and CCBE1-CollD were used at concentrations of 10 μg/ml, 
and pro-VEGF-C at a concentration of 1 μg/ml. 293 T cells were transfected with plasmid encoding ADAMTS3 
and 5 μl of the conditioned media was used per well for the assay.
Figure 7. Schematic view of VEGF-C activation based on current experimental evidence. Proteolytic cleavage 
of pro-VEGF-C simultaneously activates and mobilizes VEGF-C. We propose four different modes of VEGF-C 
activation: 1. Activation of VEGFR-3-bound VEGF-C16; 2. Activation of HSPG-bound VEGF-C18; 3. Activation 
of VEGF-C in the soluble phase11; and 4. Activation of ECM-bound VEGF-C. After proteolytic activation, 
VEGFR-3-bound VEGF-C can immediately start signaling (activation mode #1), while HSPG-bound 
VEGF-C18 first needs to translocate to VEGFR-3 (activation mode #2). Although activation of VEGF-C does 
happen in solution (activation mode #3), the localization of pro-VEGF-C, CCBE1 and ADAMTS3 indicates that 
a significant fraction of the VEGF-C activation is associated with the ECM (activation mode #4) or cell surfaces 
(activation modes #1 and #2). In the activation mode #2, pro-VEGF-C is shown to be processed while HSPGs-
attached. However, pro-VEGF-C might as well translocate first from HSPGs to VEGFR-3 and become activated 
while VEGFR-3-bound. The role of CCBE1 is twofold: It accelerates the proteolytic cleavage (mediated by its 
C-terminal domain) and localizes pro-VEGF-C to efficiently form the trimeric activation complex (mediated by 
its N-terminal domain).
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Stimulation of VEGFR-3 Phosphorylation. Stimulation of VEGFR-3 phosphorylation was performed 
in 60-mm cell culture dishes (~1 Mio. cells/dish) as described16, with ΔNΔC-VEGF-C, pro-VEGF-C, the 
N-terminal domain of CCBE1 (CCBE1-175), and the C-terminal domain of CCBE1 (CCBE1-CollD) at concen-
trations of 0.02, 0.4, 5 and 5 μg/ml, respectively, in 0.5 to 1 ml D-MEM/0.1% BSA.
In-vitro complementation assay. 293 T cells were transfected with plasmids encoding full-length VEGF-C, 
VEGF-C-ΔC, VEGF-C-CT, both VEGF-C-ΔC and VEGF-C-CT, or with an empty plasmid and metabolically 
labeled with [35S]-cysteine/[35S]-methionine (PerkinElmer, Waltham, MA). After 48 hours, supernatants were har-
vested and immunoprecipitated proteins were separated by SDS-PAGE and visualized by autoradiography.
Cloning, protein production and purification. For details see Supplementary Information.
Generation of transgenic mice. The K14-VEGF-C-ΔC and K14-VEGF-C-CT expression cassettes were 
injected into fertilized FVB/N mouse oocytes. The mice were genotyped by PCR of tail DNA using forward primer 
5′-GCTCTGGGTTCCAGGTTCCACTGG-3′ and reverse primers 5′-CGTCTTGCTGAGGTAGCTCGTGC-3′ 
(for K14-VEGF-C-ΔC) or 5′-CGTAGAATCGAGACCGAGGAGAGG-3′ (for K14-VEGF-C-CT). Transgene 
expression was confirmed by RT-PCR of embryonic skin RNA using the genotyping primers. Three founder lines 
from both transgenic strains were selected for further analysis. The National Board for Animal Experiments of 
the Provincial State Office of Southern Finland approved all animal experiments carried out in this study and all 
animal experiments were performed according to the guidelines and regulations. Mice were housed in individu-
ally ventilated cages with enrichment materials in a facility monitored by the Federation of European Laboratory 
Animal Science Associations guidelines and recommendations.
Antibodies. Anti-VEGF-C antiserum 635, anti-VEGF-C antiserum 8824, anti-VEGF-C antibod-
ies (R&D Systems, Minneapolis, MN, AF752), anti-V5 antibody (Invitrogen, Carlsbad, CA, #46-0705), 
anti-phosphotyrosine antibody 4G10 (Merck Millipore, Billerica, MA), anti-CCBE1 antibodies (Atlas Antibodies 
AB, Stockholm, Sweden, #HPA041374) and anti-ADAMTS3 antibodies (Santa Cruz, Dallas, TX, sc-21486) were 
used for both immunoprecipitation and Western blotting. Anti-VEGFR-3 antibodies (Santa Cruz, sc-321), chi-
meric VEGFR-3/Fc33 and streptactin sepharose (IBA, Göttingen, Germany) were used for immunoprecipita-
tion only. Streptactin-HRP conjugate (IBA, #2-1502-001) was used for Western blots. The following antibodies 
were used for staining; polyclonal rabbit anti-mouse Lyve-113, goat anti–human PROX1 (R&D Systems, AF2727), 
anti-Fibronectin (SIGMA, F3648), anti-VEGF-C antiserum 6, anti-CCBE1, anti-podocalyxin (R&D Systems, 
AF1556) and goat anti-mouse VEGFR-3 (R&D Systems, AF743). The primary antibodies were detected with the 
appropriate Alexa Fluor 488, 594, or 647 secondary antibody conjugates (Molecular Probes).
Analysis of lymphatic and blood vessels. Whole mount staining was performed as described36 with 
Lyve-1, CCBE1 and VEGFR-3 antibodies, followed by Alexa-conjugated secondary antibodies 488, 594 and 647 
(Molecular Probes, Invitrogen, Life Technologies, Carlsbad, CA).
Paraffin sections were immunostained with Lyve-1 antibodies using the tyramide signal amplification kit 
(NEN Life Sciences/PerkinElmer Life and Analytical Sciences, Boston, MA). Podocalyxin antibodies were used 
for the immunofluorescence staining of vessels.
The area covered by lymphatic vessels (photomicrographs of Lyve-1-stained whole mount sections, 6 photo-
micrographs/mouse) and the number of podocalyxin-positive vessels were quantified using the ImageJ software. 
The lymphatic vessel branch points per field were counted manually. For quantification, 4–6 mice were used 
for each genotype. For the visualization of functional lymphatic vessels, FITC-conjugated dextran (2000 kDa, 
Sigma-Aldrich, St. Louis, MO) was injected intradermally into the ear and the uptake of the dye by lymphatic 
vessels was visualized by fluorescence microscopy.
For the detection of CCBE1 in lymphatic vessels, tissue samples (back skin and intestine) were obtained from 
7–8 weeks old C57BL/6 J mice. Immunofluorescence staining was performed on paraffin sections using antibod-
ies against CCBE1, Lyve-1, Prox-1 and podocalyxin and corresponding Alexa-conjugated secondary antibodies 
(Molecular Probes).
Samples were imaged using AxioImager.Z2 upright epifluorescence microscope and Zeiss LSM 780 confocal 
microscope.
ECM binding studies of VEGF-C. NIH-3T3 or Cos-7 cells were grown on 0.1% gelatin-coated coverslips 
in 24- or 48-well culture plates for up to 8 days, changing medium (supplemented with ascorbic acid, 50 μg/ml, 
SIGMA) every 48 hours. The cells were gently removed as described12 or alternatively by incubating cells with 
20 mM NH4OH, 5 mM EDTA at RT with gentle swirling of the plate so that the intact ECM remained on the cov-
erslips. ECM was incubated with 4 μg/ml of pro-VEGF-C or 4-fold molar excess of other VEGF-C proteins over-
night at 4 °C followed by fixation with 4% PFA and blocking in 1% BSA in PBS for 1 hour at RT. The cover slips 
were then stained by immunohistochemistry using anti-VEGF-C antiserum 6 (1:200) and anti-fibronectin (1:200) 
followed by Alexa 488 conjugated secondary antibody. Fluorescent images were obtained with an AxioImager.Z2 
upright epifluorescence microscope (Carl Zeiss AG, Oberkochen, Germany).
Cell culture and generation of stable cell lines. 293 T, 293 F, Cos-7, Mouse embryonic fibroblast (MEF, 
a gift from Tomi Mäkelä, University of Helsinki), 293T-CCBE1-StrepIII16, PAE-VEGFR-337, Ba/F3-hVEGFR-3/
EpoR33 and NIH-3T3 cells were grown in D-MEM 10% FCS. MRC-5 cells were grown in E-MEM 10% FCS. LECs 
and HUVECs were purchased from Promocell (Heidelberg, Germany) and maintained per the instructions of 
the supplier.
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ADAMTS3-R565Q/CCBE1 co-immunoprecipitation. 293T-CCBE1-StrepIII cells were transfected 
with ADAMTS3, ADAMST3-R565Q or mock expression constructs. After 24 hours, the media were changed to 
D-MEM/0.2% BSA. After 48 hours, ADAMTS3 was immunoprecipitated from the conditioned media with anti-
bodies/Protein G sepharose or streptactin sepharose. The immunoprecipitates were then separated by SDS-PAGE 
and detected using streptactin-HRP.
Solid-phase binding assays. Solid-phase binding assays were performed to determine the relative binding of 
CCBE1-175 to VEGFR-3. 96-well microtiter plates (Maxisorp, Nunc) were coated with recombinant vitronectin-Fc38, 
different human VEGFR-3/IgG fusion proteins or BSA at 20 μg/ml in PBS overnight at 4 °C. Plates were then exten-
sively washed with PBS and blocked with 2% BSA for 2 hours at RT. CCBE1-175-V5 (10 μg/ml in PBS) was allowed 
to bind to the coated plates overnight at 4 °C in the presence of 1 mM CaCl2. Plates were washed with 0.05% Tween-
20/PBS (PBST), blocked with 5% BSA/PBST (PBSTB) for 1 hour at RT and then incubated for 2 hours with anti-V5 
antibody (1:500 in PBSTB). Plates were washed with PBST and then incubated with anti-mouse-HRP (1:500 in 
PBSTB) for 1 hour at RT. After extensive washing with PBS, plates were incubated in TMB (Thermo Scientific) for 
7 minutes followed by addition of 1 M HCl to stop the reaction. The plates were read at 450 nm.
To quantitate pro-VEGF-C binding to matrix proteins, collagen type 1 (BD Biosciences, #354249), gelatin 
(SIGMA, G1890) or fibronectin (SIGMA, F08952) were used for coating (in PBS at 20 μg/ml). Anti-VEGF-C 
antiserum 6 (1:2000) was used to detect VEGF-C.
pro-VEGF-C release assay. The pro-VEGF-C release assay from ECM was performed by transfecting Cos-7 
cells with plasmids encoding full length VEGF-C in 96-well-plates. 24 hours post transfection, the cell culture medium 
was changed to D-MEM/0.2% BSA, and 72 hours post transfection the medium was removed and wells were rinsed 
with PBS, followed by decellularization with 20 mM NH4OH, 5 mM EDTA in PBS for 10 mins at RT. Wells were 
washed with PBS and incubated with 5 μg/ml of ADAMTS3 or 100 μg/ml of heparin in D-MEM/0.2% BSA for 2 hours 
at 37 °C. After incubation, VEGF-C amounts were quantified separately for the leftover VEGF-C in the cell-free matrix 
(on the same plate) and the released VEGF-C in the supernatant (on a separate 96-well Maxisorp plate after overnight 
immobilization). Washing, blocking and detection were performed as for the solid phase binding assays.
mRNA expression analysis. mRNA expression was performed as described16. For details see 
Supplementary Information.
Protein analysis in lymphatic endothelial cells. To detect CCBE1 protein in the supernatants of pri-
mary cells and cell lines, equal amount of cells were plated on 10 cm dishes. 24 hours later, the medium was 
changed to D-MEM/1% FCS and cells were incubated further for 48 hours. Supernatants were harvested and 
CCBE1 was immunoprecipitated, resolved via SDS-PAGE and visualized by Western blotting.
Statistical analysis. Data were analyzed using GraphPad Prism statistical analysis software (Version 6). 
Data are represented as mean ± SD. Significance of the differences was determined using one-way ANOVA fol-
lowed by Tukey posthoc test. All statistical tests were two-tailed. When comparing two means, unpaired Student’s 
t-test was used. Data were considered significant at P < 0.05.
References
 1. Alitalo, K. The lymphatic vasculature in disease. Nature Medicine 17, 1371–1380 (2011).
 2. Krebs, R. & Jeltsch, M. The lymphangiogenic growth factors VEGF-C and VEGF-D Part 1: Basic principles and embryonic 
development. LymphForsch 17, 30–37 (2013).
 3. Krebs, R. & Jeltsch, M. The lymphangiogenic growth factors VEGF-C and VEGF-D Part 2: The role of lymphangiogenic growth 
factors VEGF-C and VEGF-D in lymphatic disorders. LymphForsch 17, 96–104 (2013).
 4. Joukov, V. et al. Proteolytic processing regulates receptor specificity and activity of VEGF-C. The EMBO Journal 16, 3898–3911 (1997).
 5. Villefranc, J. A. et al. A truncation allele in vascular endothelial growth factor c reveals distinct modes of signaling during lymphatic 
and vascular development. Development 140, 1497–1506 (2013).
 6. Balboa-Beltran, E. et al. A novel stop mutation in the vascular endothelial growth factor-C gene (VEGFC) results in Milroy-like 
disease. Journal of Medical Genetics 51, 475–478 (2014).
 7. Keskitalo, S. et al. Enhanced capillary formation stimulated by a chimeric vascular endothelial growth factor/vascular endothelial 
growth factor-C silk domain fusion protein. Circulation Research 100, 1460–1467 (2007).
 8. Karkkainen, M. J. et al. Missense mutations interfere with VEGFR-3 signalling in primary lymphoedema. Nature Genetics 25, 
153–159 (2000).
 9. Gordon, K. et al. Mutation in vascular endothelial growth factor-C, a ligand for vascular endothelial growth factor receptor-3, is 
associated with autosomal dominant Milroy-like primary lymphedema. Circulation Research 112, 956–960 (2013).
 10. Alders, M. et al. Mutations in CCBE1 cause generalized lymph vessel dysplasia in humans. Nature Genetics 41, 1272–1274 (2009).
 11. Bui, H. M. et al. Proteolytic activation defines distinct lymphangiogenic mechanisms for VEGFC and VEGFD. Journal of Clinical 
Investigation 126, 2167–2180 (2016).
 12. Bos, F. L. et al. CCBE1 is essential for mammalian lymphatic vascular development and enhances the lymphangiogenic effect of 
vascular endothelial growth factor-C in vivo. Circulation Research 109, 486–491 (2011).
 13. Karkkainen, M. J. et al. Vascular endothelial growth factor C is required for sprouting of the first lymphatic vessels from embryonic 
veins. Nature Immunology. 5, 74–80 (2004).
 14. Alders, M. et al. Evaluation of clinical manifestations in patients with severe lymphedema with and without CCBE1 mutations. 
Molecular Syndromology 4, 107–11 (2012).
 15. Roukens, M. G. et al. Functional dissection of the CCBE1 protein: A crucial requirement for the collagen repeat domain. Circulation 
Research 116, 1660–1669 (2015).
 16. Jeltsch, M. et al. CCBE1 enhances lymphangiogenesis via a disintegrin and metalloprotease with thrombospondin motifs-3-
mediated vascular endothelial growth factor-C activation. Circulation 129, 1962–1971 (2014).
 17. Janssen, L. et al. ADAMTS3 activity is mandatory for embryonic lymphangiogenesis and regulates placental angiogenesis. 
Angiogenesis 19, 53–65 (2016).
www.nature.com/scientificreports/
13Scientific RepoRts | 7: 4916  | DOI:10.1038/s41598-017-04982-1
 18. Johns, S. C. et al. Functional importance of a proteoglycan coreceptor in pathologic lymphangiogenesis. Circulation Research 119, 
210–221 (2016).
 19. Facucho-Oliveira, J., Bento, M. & Belo, J. Ccbe1 expression marks the cardiac and lymphatic progenitor lineages during early stages 
of mouse development. International Journal of Developmental Biology 55, 1007–1014 (2011).
 20. Hasselhof, V. et al. Morphological and molecular characterization of human dermal lymphatic collectors. PLoS ONE 11, e0164964 
(2016).
 21. Nelson, G. M., Padera, T. P., Garkavtsev, I., Shioda, T. & Jain, R. K. Differential gene expression of primary cultured lymphatic and 
blood vascular endothelial cells. Neoplasia 9, 1038–1045 (2007).
 22. Riaz, M. et al. miRNA expression profiling of 51 human breast cancer cell lines reveals subtype and driver mutation-specific 
miRNAs. Breast Cancer Research 15, R33 (2013).
 23. Lek, M. et al. Analysis of protein-coding genetic variation in 60,706 humans. Nature 536, 285–291 (2016).
 24. Hogan, B. M. et al. ccbe1 is required for embryonic lymphangiogenesis and venous sprouting. Nature Genetics 41, 396–398 (2009).
 25. Zhang, X., Groopman, J. E. & Wang, J. F. Extracellular matrix regulates endothelial functions through interaction of VEGFR-3 and 
integrin α5β1. Journal of Cellular Physiology 202, 205–214 (2005).
 26. Wang, J. F. Stimulation of β1 integrin induces tyrosine phosphorylation of vascular endothelial growth factor receptor-3 and 
modulates cell migration. Journal of Biological Chemistry 276, 41950–41957 (2001).
 27. Ruhrberg, C. et al. Spatially restricted patterning cues provided by heparin-binding VEGF-A control blood vessel branching 
morphogenesis. Genes & Development 16, 2684–2698 (2002).
 28. Gerhardt, H. VEGF guides angiogenic sprouting utilizing endothelial tip cell filopodia. The Journal of Cell Biology 161, 1163–1177 (2003).
 29. McColl, B. K. et al. Plasmin activates the lymphangiogenic growth factors VEGF-C and VEGF-D. The Journal of Experimental 
Medicine 198, 863–868 (2003).
 30. Tortorella, M. et al. The thrombospondin motif of aggrecanase-1 (ADAMTS-4) is critical for aggrecan substrate recognition and 
cleavage. Journal of Biological Chemistry 275, 25791–25797 (2000).
 31. Lotta, L. A., Garagiola, I., Palla, R., Cairo, A. & Peyvandi, F. ADAMTS13 mutations and polymorphisms in congenital thrombotic 
thrombocytopenic purpura. Human Mutation 31, 11–19 (2010).
 32. Lieu, C. H. et al. The association of alternate VEGF ligands with resistance to Anti-VEGF therapy in metastatic colorectal cancer. 
PLoS ONE 8, e77117 (2013).
 33. Achen, M. G. et al. Monoclonal antibodies to vascular endothelial growth factor-D block its interactions with both VEGF receptor-2 
and VEGF receptor-3. European Journal of Biochemistry 267, 2505–2515 (2000).
 34. Mäkinen, T. et al. Inhibition of lymphangiogenesis with resulting lymphedema in transgenic mice expressing soluble VEGF 
receptor-3. Nature Medicine 7, 199–205 (2001).
 35. Baluk, P. et al. Pathogenesis of persistent lymphatic vessel hyperplasia in chronic airway inflammation. The Journal of Clinical 
Investigation 115, 247–257 (2005).
 36. Tammela, T. Angiopoietin-1 promotes lymphatic sprouting and hyperplasia. Blood 105, 4642–4648 (2005).
 37. Leppanen, V.-M. et al. Structural and mechanistic insights into VEGF receptor 3 ligand binding and activation. Proceedings of the 
National Academy of Sciences 110, 12960–12965 (2013).
 38. Hakanpaa, L. et al. Endothelial destabilization by angiopoietin-2 via integrin β1 activation. Nature Communications 6, 5962 (2015).
Acknowledgements
We thank Tanja Laakkonen, Tapio Tainola, and Enni Isokangas for excellent technical assistance and laboratory 
management. We also thank the Biomedicum Imaging Unit, the AAV Gene Transfer and Cell Therapy Core 
Facility of Biocenter Finland, as well as the Laboratory Animal Centre of the University of Helsinki for professional 
services. The authors also thank the Genomic Platform of University of Louvain, Brussels for the Next Generation 
Sequencing analyses. The Academy of Finland (grant numbers 202852, 204312, 265982, 272683, 273612 and 
273817), European Research Council (ERC-2010-AdG-268804, Marie Curie Actions FP7/2007-2013REA 317250), 
the Leducq Foundation (11CVD03), and the Finnish Foundation for Cardiovascular Research are acknowledged 
for funding. The Jeltsch Laboratory has been further supported by the Jane and Aatos Erkko Foundation, the Cancer 
Society of Finland, the Magnus Ehrnrooth Foundation, and the K. Albin Johansson Foundation. The Integrated Life 
Science Doctoral Program supported the salary of SKJ. The Vikkula-Laboratory has been funded by a grant from 
the Belgian Science Policy Interuniversity Attraction Poles (BELSPO-IAP) program through the project IAP p7/43-
BeMGI, the Fonds de la recherche Scientifique-FNRS (T.0026.14) and FRFS-WELBIO (WELBIO-CR-2015A).
Author Contributions
S.K.J. and M.J. designed and conducted experiments, acquired and analyzed data, and wrote the manuscript. T.K. 
co-designed the mouse experiments. K.R. and T.K. conducted experiments, acquired, analyzed data and contributed 
parts of the manuscript, V.-M.L. provided key reagents, P.B. and M.V. identified the R565Q variant, K.A. provided 
critical input to the experimental design and MJ supervised the project. All authors reviewed the manuscript.
Additional Information
Supplementary information accompanies this paper at doi:10.1038/s41598-017-04982-1
Competing Interests: The authors declare that they have no competing interests.
Publisher's note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.
Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 
format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2017
